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Figure 1A 



1 ACAAATGACCGGGAGCCATGACGTCATCGGGGGCGCAGGAAAGCAGGTGCTCTGCTGCTT 6 0 
1 MTGSHDVIGGAGKQVLCCF 19 



6 1 TTG C AAGC AGAGAAAT AAGAGTTTG GGC ACCT AC CC AGGGGTCC C AGGGAATG C C CTGT G 12 0 
20 CKQRNKSL 'M r JB " H" Mi M M EBEBEBE 39 



121 G CTCCTGACCTCCCCCGCCTGTAATGCTCTGAGCACTTCAG CAGTAATGCATGGAAGAGA 180 
40 MMMM^MSMm^MMMSB^W V M H G R D 59 



181 TAAGGGGTCTGTGACCCATGGAACTGTCCAAGTCCTCTCTGACACCCGCTTCTTTTCCTG 24 0 
"60 KGSVTHGTVQVLSDTRFFSC 79 



241 CCGTGAAGGACTACTTCCAGCAACCCAGTCTCCTGCCATGTCCGACCCCATCACGCTGAA 3 00 
80 REGLLPATQSPAMS D P I T L N 99 



3 01 CGTCGGGGGGAAGCTCTATACAACCTCACTGGCGACCCTGACCAGCTTCCCTGACTCCAT 360 
100 VGGKLYTTSLATLTSFPDSM 119 



3 61 GCTAGGCGCCATGTTCAGCGGGAAGATGCCCACCAAGAGGGACAGCCAGGGCAACTGCTT 42 0 
120 LGAMFSGKMPTKRDSOGNCF 139 



421 CATTGACCGTGACGGCAAAGTGTTCCGCTATATCCTCAACTTCCTGCGGACCTCCCACCT 480 
140 IDRDGKVFRYILNFLRTSHL 159 



4 81 TGACCTGCCTGAGGACTTCCAGGAGATGGGGCTGCTCCGCAGGGAGGCCGACTTCTACCA 54 0 
160 DLPEDFOEMGLLRREADFYQ 179 



541 GGTGCAGCCCCTGATTGAGGCCCTGCAGGAGAAGGAAGTGGAGCTCTCCAAGGCCGAGAA 600 
180 VQPLIEALOEKEV E L S K A E K 199 



601 GAATGCCATGCTCAACATCACACTGAACCAGCGTGTGCAGACGGTCCACTTCACTGTGCG 66 0 
200 NAMLNI TLNQRVQTVHFTVR 219 



661 CGAGGCACCCCAGATCTACAGCCTCTCCTCTTCCAGCATGGAG GTCTTCAACGCCAACA T 72 0 
220 EAPQIYSLSSSSME | jKISM WM 239 



721 CTTCAGCACCTCCTGCCTCTTCCTCAAGCTCCTTGGCTCTAAGCTCTTCTACTGCTCCAA 78 0 



240 H 



~& ; & , 2d "IS 2a 



So S? "8 



M N 259 



781 TGGCAATCTCTCCTCCATCACCAGCCACTTGCAGGACCCCAACCACCTGACTCTGGACTG 8 4 0 
260 GNLSS ITSHLQDPNHLTLDW 279 



841 GGTGGCCAATGTGGAGGGCCTGCCAGAGGAGGAGTACACCAAGCAGAACCTCAAGAGGCT 900 
280 VANVEGLPEEEYTKQNLKRL 299 
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Figure IB 

901 CTGGGTGGTGCCCGCCAACAAGCAGATCAACAGCTTCCAGGTCTTCGTGGAAGAGGTACT 960 

300 WVVPANKQ INS FQV FVEEVL 319 

961 GAAAATCGCTCTGAGCGATGGCTTCTGCATCGATTCTTCTCACCCACATGCTCTGGATTT 1020 

320 KIALSDGFCIDSSHPHALDF 339 

1021 TATGAACAATAAGATTATTCGATTAATACGGTACAGGTAAAAGGACCCCAACAACACTGG 10 80 

340 MNNKI I RL I RYR 351 

10 81 AGATGGGGAGTCCCAGGAAGCTCATGTCAGCCAGGTCTTGGAGGGCATCTCGCCAGTGGT 1140 

1141 GCGAGGCAGGGGACTATACTAATCTGTATTAATTGTGTAGCAGGACTTGATT CCCC C CAT 12 00 

1261 TTTTGAGCTGCAGACAGGCGGTTTATTATGACAAGTGAAGAGTCAGCTGATGTGTACTAA 132 0 

1321 AGGAGGCCATAGGAGGATTTTCCAGCCAGGACAAAAGAGCAGCAGTTTTCTCCTGGGCTC 1380 

13 81 CATCTCTCTGTACCGCTAGCCAGTGCCGCATTTATCCATCTGTAAGAAGGCCCTGGTGGA 1440 

1441 GAGGATGGGATGAGAACAAGAGGCTAC CT C CAGTTAACCAGGACATAAAGTC C CCAGCGG 1500 

1501 TTCCTGTCACACCTGCTCCTCCCTCCCCAGGGTGCATCCATGATCGTGGATGTTTGCCCA 1560 

1561 GGGGTGACCATGTTTGGCTGGCTTGGAATGCTGTGCATTCTCAGAGCTCTGTTAGTGTCC 162 0 

1621 CCTCTTGGGGGTCAGAGATGAGGTGTGGCAGGGTCTAGAGGAATGAGTGTCCAGGCAGAG 1680 

16 81 TTCAGAAGGTAGGAATGTCCCTCTTGATAGGGCTGAATCAAGGGATTCCTGGCTTTAGAA 174 0 

1741 AGGGTCTGCTATCTTTGCAAAAATGTGCAAGTATCTGTAGCCAGTGTAATGAAATCACTT 1 80 0 

1801 CCAAATCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1839 
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Figure 2A 

1 50 
MTGSHDVIGGAGKQVLCCFCKQRNKSLGTYPGVPGNALWLLT 

MDRERERDVKALEPRDLSSTGRIYARSDIKISSSPTVSPTISNSSSPTPT 

51 100 

SgACNALSTSAVMHGRDKGSVTHg] TVQ^LSDTRFFSCRE^LP^^ 

MVKKLVMAQKRgE|R§LC 

gDN^DW 

_ ^PLi^RS PAS PLXNO gfe TPpg 

p@as s s vtplglpgavaaaaaavSgas@agas1ylhgnhkp I 

mBhRKERPSGSSLHTHGSTGTAEBGNMBrLS^^RS PVS PLAA( 

101 150 

jgfy||M§VCA ^lfYYljjg^^ I etn0rd^el1g 

GYMMBDHfoW ^tiehHIl^^ - G§ 

AllYiiSlg^^ ] 
_ . ____ — gg|x^CTalb*iMi^ ^ ^ ;^^5raa^ffi^RfiffSKrSlT e 
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Figure 2B 
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Figure 3 
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Figure 4. 



K+betaM4 



Protein 


Genbank ID 


Identities 


Similarities 


human potassium channel 
K+Hnov27 protein 


gi| Y34125 


31.6% 


45.1% 


human potassium channel 
K+Hnov28 protein 


gi| Y34129 


42.3% 


50.5% 


human neuroblastoma protein 


gi| 12654691 


36.2% 


47.3% 


Drosophila CGI 0440 protein 


giL7291303 


28.0% 


38.6% 


Human Maxi-K potassium 
channel beta subunit, KCNMB1 


gi|4758625 


26.1% 


39.1% 



K+betaM5 



Protein 


Genbank ID 


Identities 


Similarities 


human potassium channel 
K+Hnov28 protein 


gi| Y34129 


31.7% 


43.4% 


the human lung protein, 
MGC:2376 


gi| 12654469 


34.4% 


45.6% 


human MSTP028 protein 


gi| 11640564 


31.7% 


43.4% 


Caenorhabditis K+ channel 
tetramerisation domain 
containing protein 


gi|3875362 


34.4% 


45.6% 


Drosophila CGI 0465 protein 


gi|7302243 


30.8% 


38.3% 


Human Maxi-K potassium 
channel beta subunit, KCNMB1 


gi|4758625 


20.0% 


40.0% 
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Figure 6A 



1 ATGACGATGGCGGTTTTGCGGAATAGAAAAGGGGGAAAGGGACCACTCAGGCGCCGGCCG 6 0 
1MTMAVLRNRKGGKGPLRRRP 20 



6 1 CTGGCGCTGCCTGCTCTTCGACTGGGCGAGCTTCCTGCCAATCAGGGCGGAACCAGCGCG 12 0 
21LALPALRLGELPANQGGTSA 40 



121 GCGTCGGCCAGTAGCGGGAGGCGGTCGGGTCAGGCCCCAGCTGGGCGCGAGCGGGTCGGC 180 

41ASASSGRRSGQAPAGRERVG 60 

181 GTTGAGGGAGCCACCGCCCTCCCGCCTGCGCACTGCCTCTCGCCCCCCTCCGGCCAGCCC 24 0 

61VEGATALPPAHCLS PPSGQP 80 

241 GCAGCCGGCCGCGTCATGCCAGGCGCTGCTCGGCGAGCCAGAGGGATGGTGGTAGTCACG 3 00 

81AAGRVMPGAARRARGMVVVT 100 



3 01 GGGCGGGAGCCAGACAGCCGTCGTCAGGACGGTGCCATGTCCAGCTCTGACGCCGAAGAC 360 
101 GREPDSRRQDGAMSSSDAED 120 



3 61 GACTTTCTGGAGCCGGCCACGCCGACGGCCACGCAGGCGGGGCACGCGCTGCCCCTGCTG 4 2 0 
121 DFLEPATPTATQAGHALPLL 140 



421 CCACAGGAGTTTCCTGAGGTTGTTCCCCTTAACATCGGAGGGGCTCACTTCACTACACGC 4 80 

141 P Q E F P EVVPLNIGGAHFTTR 160 

4 81 CTGTCCACACTGCGGTGCTACGAAGACACCATGTTGGCAGCCATGTTCAGTGGGCGGCAC 54 0 

161 LSTL. RCYEDTMLAAMFSGRH 180 



541 TACATCCCCACAGACTCCGAGGGCCGGTACTTCATCGACCGAGATGGCACACACTTTGGA 6 00 
181 YIPTDSEGRYFIDRDGTHFG 200 



6 01 GATGTGCTGAATTTCCTGCGCTCAGGGGACCTCCCACCCAGGGAGCGTGTTCGAGCTGTG 66 0 
201 DVLNFLRSGDLPPRERVRAV 220 



661 TACAAAGAGGCCCAGTACTATGCCATCGGGCCCCTCCTGGAGCAGCTGGAGAACATGCAG 72 0 
221 YKEAQYYAIGPLLEQLENMQ 240 



721 CCACTGAAGGGCGAGAAGGTGCGCCAAGCGTTTCTGGGACTCATGCCCTATTACAAAGAC 780 
241 PLKGEKVRQAFLGLMPYYKD 260 



781 CACTTGGAGCGGATTGTGGAGATCGCCCGGCTGCGTGCGGTCCAGCGGAAGGCCCGCTTT 84 0 

.2.6.1 H__L E R I V E I A R L R A V Q — R — K — A — R F 280 
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Figure 6B 



841 GCCAAGCTCAAGAGCTTGACACCTTCCTGGCTAATGAGTGTCCTCATCAAGATGCCCCCT 900 
281 AKLKSLTPSWL M S V L I K M P P 300 



901 GGAGTCACATCATGGATTAACGCAGAAAGGCGGCTGTATTTGGAAACTCCCATTGGTCCA 96 0 
301 GVTSWINAERRLYLETPIGP 320 



961 GAGAGACAGAACAATGAGAAGAAATCCCCTGTCCAGTTGCCTGCAGGAGTATTCCAACAC 102 0 

321 ERQNNEKKS PVQLPAGVFQH 340 

1021 TTCATGGGCTAGAGGATTCCATTGAGATGGGGTTTACGTCTTGATTTTGAACACCTGTCA 108 0 

341 F M G 343 



1081 GCACTGTTCTCTGTTTGCATGGCAATTCTGACCCTTTTATGGCAACAACACCCCTGGGAC 114 0 

1141 AACC CAGATTTGTAGATTGAGATCCAAAGGTAGAATTTC C AGACAGT C CAAC CAAGGTAT 120 0 

12 01 CAAGTGATGTTTCCAGAGTGGAAGGCTCTCACCGTGTCCCAGGATTTCTGGGGTTTGTAA 12 6 0 

12 61 GCAGTACTGGCCATTTGTGACCCTGTTTTTTACCTAATCATTCTGTCTTTTTAGGACATG 13 2 0 

1321 GTTTTACCCGATCCCTGGCAAAGGATCCAGAATTCCAATAGCTGAAAACCCTGTTATAGC 13 8 0 

v 

13 81 TTTTCTCCTATTCTGCCTTACCCAAGACACACTTGAACCCCTCAGTAAGGCTATAGAGAG 144 0 
1441 GGCCATGAGCAGGGGCAGCCTCTCCCTTGTTTCTACAGCTCCATGATGAGGGGTTGACTG 150 0 
1501 AGGC CAGCAAT C CTTGTAGGTGTGACAGTTGCAATATAATTAACAGTTTCAAGATCTAGA 1560 
1561 GGTACCTTTTGAAAGAACCCCTTCAGGGATATCTATCCACAGTAGCCTGGAGCAGCCAAG 162 0 
1621 GTGAACCTGAGATTTTGACCCACACAATAAGGGGGGGCCATTCTTTTTCAAATATTTTGG 168 0 
1681 CTTCAGAATACACTT CATTACACATGCAAATATTGAGAGATTAACAGAAATTC CAGCTCT 174 0 
1741 TATGCCTAACTGAGAAGAGCCACTGCAAGTTGCAGTTAGGTACCCATGTGCAGCAGAGGC 18 00 
18 01 CAGCTGAATCCCAGAGCTTCCCAAAGTGGACACCAGCGGGGACTATTCCTGATGTCCCAC 1860 



1861 CCAAGAGAGGAAGATGAGCTGAGGCGCTCTTGCTCTGCCCAAATGCATCCCATGTGCATT 192 0 
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Figure 6C 

1921 CACGTGTCACCCATTCAAAATAACATGGCATTCTTGGAACCTTGTATCTGACATGTAAGA 1980 
19 81 CCAGCCTACACATTGGGGTGGGTGCAGGGGCTCACACTTGTAATCCTAGCACTTTGGAAG 2 040 
2041 GCTGAGGTGGGCAGATTGCTTGAGCACAGGAGTTCCAGACCAGCCTGAGCAACATGGCGA 2100 
2101 AATCCTGTCTCTTCAAGAAATAAAATAATAATAATAATAAAAAAAAAAAAAAAA 2154 
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Figure 7A 

1 50 
MTMAVLRNRKGGKGPLRRRPLALPALRLGELPANQGGTSAASASSGRRSG 



51 100 
QAPAGRERVGVEGATALPPAHCLSPPSGQPAAGRVMPGAARRARGMWVT 



101 _ 150 

GREPDSRRQDGAMSSSDAEDDFLEPATPTATQAGHALPLLPQEF|E^P[J 



-MSESMSG DHKILLKGHS--@QY|KjJ 



MDNGDWGYMMlDPgTjJ 

-MEEMSGESWSSAVPAAATRTTSFKGTSPS@KYgKjj 
MEPgTlgKjS 



151 ^ 200 

^KRgETRALC^^TMWCA^TY Y^^T TMLPLY lja WTQ E^l CHLIET 

(sroa^^ YTO^GggiTraNNiBf ^ 
illlgE^T ffggte raii^FPi^ 

"II^h^tBsItWIt^y pf^s !3Tl G ^T3f^ |p^AR{g^^Y i^<i):j i>| p l§r 

li^^A^YffgfeioniiTfg - Q[g|isgKg sg^ RgEgL ^| j^w i gggg cgKjggG 



201 250 

D ^JWKlfld sBDlBBP- - RE^ - ^RATOYldagloEEAiiGBi^QLBNMQ PLKGEK - 
N BRgQEg LKG KK^B QYPCLWVgffis BAj R^AvlYHTEiTRiQNQQCSYIPG 

PliMgftBgTSlQ^tgT ^a PBBYRlEQgBEHKliaMLLEDMPQI FGEQV 

Yf^gg fi ]TgE| g^ 

—-— - - — 3SD5lalSRi5nL ^5^ sBBLaDl3ilBLCgERLEOSLNP- 
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vrqaflg l0p yygdhler^e ia@ lr^qr 

svdnSo^radvBk\^akfqBqqvfycBsapB 

PICRSP^TSQKjgEQL^SVgLKP^^WQjgQNNKYSYTSTSDDN^KN 
SRKQpLB0VPGY§ENLElMVRLARSE^TARi SS^gVC 

- - -TEEEWVELSSTR^SKY|NPV^^TQL TITTK^HSL 

PFCKVP^TSSK@EQ^gATgNKPgBKgLYNjgSNNKYSYTSNSDDN^KN 

- - - YgH^STVL@AR^^FA|EKPlffl^RLP VYIATSGNQSYYFS 

301 _ 350 

KARl|AKjjKSLTPSW^SgLI KMPP GV- - TgfilNAEl^BYLETPIGP 

GNETSVjgFQ^YGP QA^ FgLFWP TgL|TGGL Llg AM^KSNQY 

|EL|3DK|JSL^NER^§|K§VIGP SEICC Ej YGHG^pAEjcCTSI 

^ETEEQDAYgSEV|cSgQBKKMFKSVVKFGP0iAVLDN|^MHCLEMDI 

|e(^SNYFT@NKH^D|rBCQVS FTFGPCgjHQEV gLR VHgMEYIT 

lELSDKjJSL^NGR^SglKgvIG DEI CCj^YGOG^ggAESfcCTS I 

ETKj§RE[SjSE^HKHgAgiLI TE PEF - - NEDCS igH§ FLRA S^g TARIKG - P 
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Figure 7B 
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Figure 8 
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